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Abstract
Background: In mixed sugar fermentations with recombinant Saccharomyces cerevisiae strains able to ferment
D-xylose and L-arabinose the pentose sugars are normally only utilized after depletion of D-glucose. This has been
attributed to competitive inhibition of pentose uptake by D-glucose as pentose sugars are taken up into yeast cells
by individual members of the yeast hexose transporter family. We wanted to investigate whether D-glucose
inhibits pentose utilization only by blocking its uptake or also by interfering with its further metabolism.
Results: To distinguish between inhibitory effects of D-glucose on pentose uptake and pentose catabolism,
maltose was used as an alternative carbon source in maltose-pentose co-consumption experiments. Maltose is
taken up by a specific maltose transport system and hydrolyzed only intracellularly into two D-glucose molecules.
Pentose consumption decreased by about 20 - 30% during the simultaneous utilization of maltose indicating that
hexose catabolism can impede pentose utilization. To test whether intracellular D-glucose might impair pentose
utilization, hexo-/glucokinase deletion mutants were constructed. Those mutants are known to accumulate
intracellular D-glucose when incubated with maltose. However, pentose utilization was not effected in the
presence of maltose. Addition of increasing concentrations of D-glucose to the hexo-/glucokinase mutants finally
completely blocked D-xylose as well as L-arabinose consumption, indicating a pronounced inhibitory effect of D-
glucose on pentose uptake. Nevertheless, constitutive overexpression of pentose-transporting hexose transporters
like Hxt7 and Gal2 could improve pentose consumption in the presence of D-glucose.
Conclusion: Our results confirm that D-glucose impairs the simultaneous utilization of pentoses mainly due to
inhibition of pentose uptake. Whereas intracellular D-glucose does not seem to have an inhibitory effect on
pentose utilization, further catabolism of D-glucose can also impede pentose utilization. Nevertheless, the results
suggest that co-fermentation of pentoses in the presence of D-glucose can significantly be improved by the
overexpression of pentose transporters, especially if they are not inhibited by D-glucose.
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Background
The cost effective production of fuels and chemicals from
plant biomass requires efficient conversion of all sugars
present in the raw materials. While cornstarch or sugar-
cane hydrolyzates mainly consist of hexoses, hydrolyzates
from lignocellulosic biomass also contain pentose sugars
like D-xylose or L-arabinose. The yeast Saccharomyces
cerevisiae, traditionally used for industrial ethanol produc-
tion lacks the ability to ferment pentoses. However, inten-
sive research and genetic engineering approaches during
the last years improved the capability of S. cerevisiae for
pentose utilization.
D-xylose fermentation by S. cerevisiae was first
achieved by expression of a xylose reductase (XR) and a
xylitol dehydrogenase (XDH) from Scheffersomyces stipi-
tis [1]. However differences in co-factor specificities of
the two enzymes can result in co-factor imbalances,
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reduced ethanol yields [1-4]. Another strategy used het-
erologous expression of genes encoding xylose iso-
merases. Fungal as well as bacterial xylose isomerases
could be functionally expressed and enabled the yeast
cells to ferment D-xylose efficiently [5-8].
L-arabinose utilization in S. cerevisiae has been
achieved by introducing multi-step oxidoreductive fun-
gal or multi-step bacterial pathways. Similarly to the
fungal D-xylose utilization pathway, the fungal L-arabi-
nose pathway employs NADPH- and NADH-dependent
redox reactions resulting in severe co-factor imbalances
[9] which could be avoided by introduction of bacterial
L-arabinose pathways [10,11].
The expression of pentose converting enzymes in S. cere-
visiae is not sufficient for optimal pentose fermentation.
Overexpression of xylulokinase or genes of the non-oxida-
tive part of the pentose phosphate pathway turned out to be
beneficial as well as overexpression of uptake systems able
to transport pentoses [12-15]. Nevertheless, co-consump-
tion of pentoses with D-glucose is still limited and normally
S. cerevisiae does not utilize pentoses before D-glucose
depletion. This has been attributed to competiton of the
sugars during their uptake into the cells. Pentoses like
D-xylose and L-arabinose are taken up by S. cerevisiae cells
via their hexose uptake systems [14,16]. Due to the prefer-
ence of the transporters for D-glucose, pentose uptake is
competitively inhibited by D-glucose. Unfortunately, up to
now no specific pentose transporters could be functionally
expressed in yeast which specifically mediate uptake of only
pentoses into S. cerevisiae cells but are not able to transport
hexoses or are not inhibited by D-glucose [15,17-21]
It has never been analyzed whether D-glucose inhibits
pentose utilization only during sugar uptake or whether
also D-glucose metabolism impairs the simultaneous uti-
lization of pentose sugars. Here we describe the impact
of intracellular D-glucose as well as extracellular D-glu-
cose and D-glucose metabolism on pentose utilization in
yeast strains expressing bacterial D-xylose and L-arabi-
nose pathways. We used maltose as a non-competitive
carbon source as well as hexo-/glucokinase deletion
strains to selectively block D-glucose catabolism. Our
analyses demonstrate that sugar uptake is the main com-
petitive step to impair co-consumption of pentoses
together with D-glucose. Moreover, we demonstrate that
overexpression of pentose-transporting hexosetranspor-
ters like Hxt7 and Gal2 partially relieves the inhibitory
effect of D-glucose on pentose utilization.
Results
The influence of hexose catabolism on pentose utilization
in recombinant S. cerevisiae cells
It has been shown that pentoses like D-xylose and L-
arabinose are taken up by S. cerevisiae cells via their
hexose uptake systems [12,14,21,22]. However, the yeast
hexose transporters generally have lower affinities for
pentoses than for hexoses [16]. Therefore, it is believed
that co-consumption of D-glucose and pentoses is
impaired due to the preference of the uptake systems
for D-glucose and its competition with pentose sugars.
Nevertheless, it has never been investigated whether the
further steps of pentose catabolism might also be
impaired by the simultaneous catabolism of D-glucose.
D-glucose and pentose catabolism share all the enzymes
from glycolysis starting with phosphofructokinase.
To distinguish between inhibitory effects of D-glucose
on pentose uptake and further pentose catabolism we
used maltose as an alternative carbon source in maltose-
pentose co-consumption experiments. Maltose is taken
up by specific maltose permeases [23,24] and only
hydrolyzed intracellularly bym a l t a s e si n t ot w oD - g l u -
cose molecules which are then normally channeled into
the glycolytic pathway by hexo-/glucokinases. Therefore,
unlike D-glucose maltose utilization does not compete
with pentose utilization at the transport level. On the
other hand, as transcription of most of the yeast hexose
transporters which are able to transport pentoses with
sufficient capacities [14] must normally be induced by
glucose or galactose, such transporters had to be overex-
pressed constitutively in order to ensure sufficient pen-
tose uptake.
Recombinant D-xylose and L-arabinose utilizing
strains BWY1-XT and BWY1-AT, respectively, were
constructed. Strain BWY1 is derived from CEN.PK2-1 C
and has been obtained by evolutionary engineering for
improved L-arabinose utilization after expression of
genes for a bacterial L-arabinose metabolizing pathway
[10,11]. For D-xylose utilization BWY1 was transformed
with plasmids overexpressing a codon-optimized version
of the Clostridium phytofermentans xylose isomerase
gene [6], the xylulokinase gene of the fungus Hypocrea
jecorina and the yeast hexose transporter gene HXT7
which has been shown to be able to support uptake of
D-xylose [14], resulting in BWY1-XT. For L-arabinose
utilization BWY1 was transformed with plasmids over-
expressing an optimized bacterial L-arabinose catabolic
pathway [11] and the yeast D-galactose transporter gene
GAL2 which has been shown to be able to support
uptake of L-arabinose [21], resulting in BWY1-AT. The
strains BWY1-XT and BWY1-AT were able to use D-
xylose or L-arabinose, respectively, as the sole carbon
and energy sources.
Cells of strains BWY1-XT or BWY1-AT were pregrown
in D-xylose or L-arabinose synthetic complete (SC) media
and inoculated in SC media with D-xylose or L-arabinose
in the presence or absence of maltose (Figure 1). High cell
density fermentations (about 4 g (dry biomass)/L) were per-
formed to increase sugar consumption. The pentoses were
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the maximal D-xylose consumption rate within the co-
consumption phase was decreased in the presence of mal-
tose by about 30% (0.50 g/h w/o maltose; 0.35 g/h with
maltose) and the maximal L-arabinose consumption rate
was decreased by about 20% (0.77 g/h w/o maltose; 0.62
g/h with maltose). As maltose and pentoses do not com-
pete at the transport level and their catabolism converges
at the level of phosphofructokinase, these results indicate
that the simultaneous catabolism of hexose sugars
impedes pentose utilization probably also at the level of
glycolytic pathway enzymes.
The influence of intracellular D-glucose levels and D-
glucose phosphorylation on pentose utilization
D-glucose catabolism might impede simultaneous pentose
utilization through inhibition by intracellular D-glucose of
enzymes of the D-xylose or L-arabinose catabolic path-
ways. Especially in the case of D-xylose utilization this is
not implausible as xylose isomerases also act as bona fide
glucose isomerases [25]. Moreover, intracellular D-glucose
could be transported out of the cells via the hexose trans-
porters [26], and therefore efflux of D-glucose or binding
of intracellular D-glucose to the hexose transporters might
interfere with pentose uptake.
In order to test possible inhibitory effects, the level of
intracellular D-glucose should be raised by eliminating
D-glucose phoshorylation. In yeast D-glucose is specifi-
cally phosphorylated by hexo- and glucokinases. In con-
trast, D-xylose must first be converted into D-xylulose
which is then phosphorylated by xylulokinase. L-arabi-
nose is first converted into L-ribulose which subse-
quently is phosphorylated by ribulokinase. Again
maltose should be used as the carbon source in order to
avoid inhibitory effects of extracellular D-glucose on the
uptake of pentoses. Moreover, it has been shown before
that hexo-/glucokinase deficient yeast mutants accumu-
late high intracellular levels of D-glucose when incu-
bated with maltose [27,28].
In S. cerevisiae three genes encoding enzymes with
hexo-/glucokinase activity are known, HXK1, HXK2 and
GLK1 [29-31]. To block D-glucose phosphorylation all
three genes were deleted in the strain BWY1 by using a
recyclable loxP-kanMX-loxP resistance marker [32],
resulting in strain TSY10. The growth properties of
TSY10 were characterized on synthetic solid media with
various hexoses (D-glucose, D-fructose, D-mannose, D-
galactose) as well as maltose or ethanol as carbon
sources. TSY10 was also transformed with the plasmids
expressing xylose isomerase and xylulokinase, resulting
in TSY10-X, and with the plasmids expressing an opti-
mized bacterial L-arabinose catabolic pathway, resulting
in TSY10-A, and growth on synthetic solid media with
D-xylose and L-arabinose was characterized.
After incubation for several days at 30°C, no growth
could be observed for TSY10 with D-glucose, D-fructose,
D-mannose or maltose (Figure 2). As expected, growth
on D-galactose or ethanol was identical to the reference
strain BWY1 as the hexo-/glucokinases are not involved
in the metabolism of these carbon sources [33]. TSY10-X
and TSY10-A were still able to grow on D-xylose and L-
arabinose, respectively, comparable to BWY1, indicating
that pentose consumption is not affected by hexo-/gluco-
kinase deletions (Figure 2).
To further increase pentose uptake, TSY10-X was trans-
formed with the plasmid overexpressing HXT7, resulting
in strain TSY10-XT, and TSY10-A was transformed with
the plasmid overexpressing GAL2, resulting in strain
TSY10-AT. Strains TSY10-XT and TSY10-AT were preg-
rown in D-xylose- or L-arabinose containing SC media,
respectively, and inoculated with about 0.5 g (dry biomass)/L
in SC media with D-xylose or L-arabinose in the presence
or absence of maltose (Figure 3). As expected, due to the
deletions of gluco- and hexokinases maltose was not con-
sumed. Growth on pentoses as the sole usable carbon
sources and the pentose consumption rates were not
affected (less than 5%) by the presence of maltose, indicat-
ing that intracellular D-glucose, even at increased levels,
has no inhibitory effect on pentose utilization.
Figure 1 Co-consumption of maltose and pentose sugars. A) The
strain BWY1-XT was inoculated with 4 g (dry biomass)/L in SC medium
containing D-xylose (10 g/L) without or with 30 g/L maltose. B) The
strain BWY1-AT was inoculated with 4 g (dry biomass)/L in SC medium
containing L-arabinose (12 g/L) without or with 25 g/L maltose. The
cultivations were performed in shake flasks at 30°C. At different time
points, probes were taken and the concentrations of residual sugars
analyzed by HPLC.
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D-xylose is taken up into yeast cells by high- and inter-
mediate-affinity hexose transporters but which have
lower affinities for D-xylose than for D-glucose [14,16].
L-arabinose is taken up mainly by the D-galactose trans-
porter Gal2 [21,22], which also transports D-glucose
with high affinity [34]. As we already ruled out the pos-
sibility that intracellular D-glucose levels impede pen-
tose utilization, we next wanted to test the effect of
extracellular D-glucose irrespectively of its further
catabolism.
Using the hexo-/glucokinase deletion strains, inhibi-
tion of pentose consumption was analyzed by adding
increasing amounts of D-glucose to the media. As we
observed an incidental occurrence of suppressor muta-
tions enabling cells of the hexo-/glucokinase deletion
strain to regain their ability to grow on D-glucose media
and to utilize D-glucose as the preferred carbon source
low amounts of 2-deoxy-glucose (2-DOG), a phosphory-
latable but non-metabolizable analogue of D-glucose
[35-37], were added to the growth media. Growth of
yeast cells is strongly inhibited by 2-DOG but only after
Figure 2 Growth of S. cerevisiae hxk/glk-null strain on different carbon sources. Cells were spotted in serial dilutions on SC medium agar
plates with various carbon sources: 20 g/L D-glucose, 10 g/L maltose, 20 g/L D-fructose, 20 g/L D-mannose, 20 g/L ethanol, 20 g/L D-galactose,
20 g/L D-xylose and 20 g/L L-arabinose. Plates were incubated at 30°C for 2-3 days (D-glucose, maltose, D-fructose, D-mannose, D-galactose), 6
days (ethanol) or 10 days (D-xylose, L-arabinose). BWY1, BWY1-X and BWY1-A served as reference strains.
Figure 3 Analyses of pentose utilization by hexo-/glucokinase deletion strains in the presence of maltose. The strain TSY10-XT was
inoculated with 0.5 g (dry biomass)/L in SC medium containing 10 g/L D-xylose (A) or additionally supplemented with 10 g/L maltose (B). The
strain TSY10-AT was incubated in SC medium containing 10 g/L L-arabinose (C) or additionally supplemented with 10 g/L maltose (D). The
cultivations were performed in shake flasks at 30°C. At different time points, probes were taken, the concentrations of residual sugars analyzed
by HPLC, and growth was determined by measuring the OD600 nm.
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2-DOG should ensure that during long term cultivations
cells with suppressor mutations could not further propa-
gate and overgrow the cultures. Indeed, already minor
amounts of 2-DOG (0.5 g/L) completely blocked growth
of hexo-/glucokinase wild-type strains BWY1-X and
BWY1-A on D-xylose and L-arabinose, respectively,
whereas they did not affect growth and pentose con-
sumption of the corresponding hexo-/glucokinase dele-
tion strain TSY10-X and TSY10-A. Therefore, in all
experiments with D-glucose 0.5 g/L 2-DOG was added.
The strains TSY10-X and TSY10-A were pregrown in
pentose media and inoculated (0.2 g (dry biomass)/L) in SC
m e d i aw i t hD - x y l o s eo rL - a r a b i n o s ea n di n c r e a s i n g
amounts of D-glucose. Analysis of growth and sugar con-
sumption showed that with increasing D-glucose concen-
trations pentose consumption decreased (Figure 4). At
low extracellular D-glucose levels (1-5 g/L D-glucose) D-
xylose and L-arabinose utilization was inhibited but still
possible, while utilization was completely blocked at
higher D-glucose concentrations. In all experiments, D-
glucose was not consumed at all. The 0.5 g/L 2-DOG did
not exert any inhibitory effects.
Overexpression of hexose transporters improve pentose
utilization in the presence of D-glucose
As consumption of pentoses in the presence of low
extracellular D-glucose concentrations was possible, we
investigated whether overexpression of Hxt7 or Gal2,
transporters with the highest capacities for D-xylose and
L-arabinose uptake, respectively [12,14,21] might
improve pentose utilization in the presence of D-glu-
cose. TSY10-X and TSY10-A were additionally trans-
formed with multicopy vectors expressing HXT7 and
GAL2, respectively, both regulated by strong constitutive
promoters.
The resulting TSY10-XT and TSY10-AT strains were
pregrown in pentose media and inoculated (0.2 g (dry
Figure 4 Pentose utilization by the Δhxk/glk-strain in the presence of different D-glucose concentrations. The strain TSY10-X was
inoculated in shake flasks at 30°C with 0.2 g (dry biomass)/L in SC medium with D-xylose (10 g/L) without or with 0,5 g/L 2-DOG (2DOG) and
increasing D-glucose concentrations (0 - 20 g/L) in the presence of 2-DOG (0,5 g/L). Growth was determined by measuring the OD600 nm (A) and
sugar concentrations were analyzed by HPLC. D-xylose consumption at different D-glucose concentrations is displayed as percentage of the total
initial D-xylose consumed after 100 h (B). The strain TSY10-A was inoculated in shake flasks at 30°C with 0.2 g (dry biomass)/L in SC medium with L-
arabinose (10 g/L) without or with 0,5 g/L 2-DOG (2DOG) and increasing D-glucose concentrations (0 - 20 g/L) in the presence of 2-DOG (0.5 g/
L). Growth was determined by measuring OD600 nm (C) and sugar concentrations were analyzed by HPLC. L-arabinose consumption at different
D-glucose concentrations is displayed as percentage of the total initial L-arabinose consumed after 80 h (D).
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pentoses and increasing D-glucose concentrations. Inhibi-
tion of pentose utilization by D-glucose was clearly
decreased by overexpression of the transporters (Figure 5)
(compare with Figure 4). Residual pentose utilization was
still detectable at 20-30 g/L D-glucose, while without over-
expression of the transporters pentose consumption was
detectable only up to 1-5 g/L D-glucose. Especially, L-ara-
binose consumption in the presence of higher D-glucose
concentrations was improved by overexpression of GAL2.
D-glucose was not consumed by the strains and supple-
mentation with 0.5 g/L 2-DOG had no influence on pen-
tose utilization.
Co-consumption of D-xylose and D-glucose
All so far described recombinant pentose utilizing yeast
strains consume pentoses much slower than D-glucose
which normally is consumed in only a few hours where
pentose utilization just begins to become measurable
[38-40]. Therefore, in batch cultures it is difficult to ana-
lyze whether those strains are able to co-consume the
sugars or not. In order to test this in batch cultures, we
aimed to decrease D-glucose consumption to levels simi-
lar to pentose consumption. For this, we first wanted to
stabilize the hexo-/glucokinase deletion strain genetically.
In addition to HXK1, HXK2 and GLK1, one poorly char-
acterized gene, YLR446W, exhibiting homologies to hex-
okinases had been found in the yeast genome sequence
[41]. Although our results indicated that this gene is not
directly involved in D-glucose phosphorylation we specu-
lated that it might be involved in the occurrence of the
incidental suppressor mutations, and therefore we addi-
tionally deleted YLR446W in strain TSY10. The resulting
quadruple deletion strain TSY11 exhibited the same
Figure 5 Pentose utilization by the Δhxk/glk-strain in the presence of different D-glucose concentrations with overexpression of
pentose-transporting hexose transporters. The strain TSY10-XT was inoculated in shake flasks at 30°C with 0.2 g (dry biomass)/L in SC medium
with D-xylose (10 g/L) without or with 0,5 g/L 2-DOG (2DOG) and increasing D-glucose concentrations (0 - 30 g/L) in the presence of 2-DOG
(0.5 g/L). Growth was determined by measuring the OD600 nm (A) and sugar concentrations were analyzed by HPLC. D-xylose consumption at
different D-glucose concentrations is displayed as percentage of the total initial D-xylose consumed after 100 h (B). The strain TSY10-AT was
inoculated in shake flasks at 30°C with 0.2 g (dry biomass)/L in SC medium with L-arabinose (10 g/L) without or with 0,5 g/L 2-DOG (2DOG) and
increasing D-glucose concentrations (0 - 30 g/L) in the presence of 2-DOG (0.5 g/L). Growth was determined by measuring OD600 nm (C) and
sugar concentrations were analyzed by HPLC. L-arabinose consumption at different D-glucose concentrations is displayed as percentage of the
total initial L-arabinose consumed after 80 h (D).
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strain TSY10 (data not shown).
Then, we re-introduced the HXK1 gene on a centro-
meric plasmid under control of a very weak UBR2-pro-
moter [42] into this strain, and additionally
overexpressed xylose isomerase, xylulokinase and Hxt7,
resulting in strain TSY11-XTH. The strain was pregrown
in D-xylose medium and high cell density cultivations (4 g
(dry biomass)/L) in SC medium containing 10 g/L D-xylose
and increasing D-glucose concentrations (0-30 g/L) were
performed (Figure 6). About 75% of the initial D-xylose
was consumed during 28 hours in the absence of D-glu-
cose, but in the mixed sugar cultivation D-xylose consump-
tion was impaired with increasing amounts of D-glucose.
Nevertheless, about 45% of D-xylose was even consumed
simultaneously with 10 g/L D-glucose (Figure 6). These
results indicate that despite the competition of D-xylose
and D-glucose for uptake and further metabolism, D-xylose
utilization in the presence of D-glucose and co-consump-
tion of both sugars is possible, at least at the same concen-
trations of both sugars.
Discussion
Introduction of pentose catabolic pathways into S. cerevi-
siae enabled this yeast to ferment the lignocellulosic pen-
toses D-xylose and L-arabinose into ethanol. However,
low fermentation rates compared to D-glucose and a lack
of pentose utilization in the presence of high D-glucose
concentrations are still major obstacles for fermentation
of mixed sugar hydrolyzates [38-40]. It is generally
assumed that competitive inhibition of pentose uptake by
D-glucose is the main problem for simultaneous co-fer-
mentation of D-glucose and pentoses.
To investigate the influence of further D-glucose
metabolism on pentose utilization independent of the
competition at the uptake level we used the alternative
carbon source maltose as a non-competitive transport
substrate. Indeed, we found that pentose consumption
was impaired by simultaneous maltose utilization
(Figure 1). As maltose did not impair pentose utilization
in a hexo-/glucokinase mutant strain an inhibitory effect
of maltose on pentose uptake can clearly be excluded.
Hexose and pentose catabolism converge at the level of
phosphofructokinase. Therefore, hexose catabolism
might impair pentose utilization on the level of a limit-
ing glycolytic enzyme activity. On the other hand, hex-
ose catabolism could negatively affect regulation of
enzymes of the pentose phosphate pathway used for the
catabolism of pentoses. Moreover, the results do not
exclude the possibility that during the utilization of D-
glucose when fluxes are higher than during the utiliza-
tion of maltose there might be an even stronger impact
of D-glucose catabolism on pentose utilization.
Xylose isomerases are well known to also act as bona
fide glucose isomerases converting D-glucose into D-fruc-
tose [25]. Therefore, it might be possible that intracellular
D-glucose competes with D-xylose at the level of xylose
isomerase. Moreover, it is known that intracellular D-glu-
cose can be transported out of the cells via the hexose
transporters [26]. Therefore, increased levels of D-glucose
within the cells might negatively influence pentose uptake.
In this sense, recently it has been shown that the binding
of intracellular D-glucose inhibits the yeast D-glucose sen-
sor Snf3 which has high homologies with the hexose
transporters [43]. However, our results with hexo-/gluco-
kinase mutant strains in the presence of maltose could
prove that even increased intracellular D-glucose levels
did not interfere with pentose isomerization or uptake.
Pentose consumption analyses of the hxk/glk null
strains confirmed that extracellular D-glucose inhibits
pentose consumption in a concentration dependent
manner. Increasing concentrations of D-glucose gradu-
ally decreased pentose consumption, both in the case of
D-xylose as well as L-arabinose (Figure 4). Nevertheless,
Figure 6 Xylose-glucose co-consumption. The strain TSY11-XTH was inoculated in shake flasks at 30°C with 4 g (dry biomass)/L in SC medium
with D-xylose (10 g/L) and increasing D-glucose concentrations (0-30 g/L). Probes were taken at different time points, and residual D-xylose (A)
and D-glucose (B) was analyzed by HPLC.
Subtil and Boles Biotechnology for Biofuels 2012, 5:14
http://www.biotechnologyforbiofuels.com/content/5/1/14
Page 7 of 12this experiment and also the co-consumption experi-
ment with the hexokinase-limited mutant strain clearly
show that principally co-consumption is possible as long
as D-glucose concentrations are low enough.
Accordingly, overexpression of those hexose transpor-
ters with a high capacity for D-xylose uptake, Hxt7
[12,14], or L-arabinose uptake, Gal2 [22], partially
relieved the inhibitory effects of extracellular D-glucose
(Figure 5). Especially in the case of L-arabinose consump-
tion it turned out that constitutive overexpression of
GAL2 was quite beneficial. This probably is mainly due
to the strong repression of the endogenous GAL2 gene in
the presence of D-glucose [44-46]. Gal2 is the only hex-
ose transporter of S. cerevisiae that can effectively trans-
port L-arabinose [21,22]. Therefore, a constitutive
overexpession of GAL2 is a prerequisite to allow efficient
L-arabinose uptake in the presence of D-glucose. In the
case of D-xylose, most of the D-xylose-transporting hex-
ose transporters like HXT7 are even inducible by low
concentrations of D-glucose but are repressed by high
concentrations [47,48]. This might explain why D-xylose
consumption was less inhibited than L-arabinose con-
sumption by low concentrations of D-glucose as these
even induced higher D-xylose transport capacities.
Indeed, this would also be in accordance with earlier
observations demonstrating that low glucose concentra-
tions (down to 0.1 g/L) increase xylose utilization [49]
although we could not observe this with the lowest glu-
cose concentrations used in our study (1 g/L). It was
speculated that, beside other effects, increased xylose
uptake might be responsible for this.
Our results show that co-fermentation of D-glucose and
pentoses can be improved either by keeping D-glucose
concentrations on a low level or by the expression of spe-
cific heterologous pentose transporters that are not inhib-
ited by D-glucose. Indeed, using prefermentation and
fed-batch systems to minimize initial D-glucose concen-
trations D-xylose utilization could recently be increased in
a simultaneous saccharification and co-fermentation
(SSCF) process [50,51]. Moreover, in E. coli co-consump-
tion of D-glucose and D-xylose could be demonstrated
just by eliminating catabolite repression by D-glucose of
D-xylose specific transporters xylE or xylFGH [52,53]. On
the other hand, Ha et al. [54] recently engineered a xylose
fermenting S. cerevisiae strain for simultaneous fermenta-
tion of xylose and cellobioseb ye x p r e s s i n gas p e c i f i c
cellobiose transporter together with an intracellular
b-glucosidase.
For future perspective, a pentose-fermenting hexo-/glu-
cokinase deletion strain might be an interesting screening
system to select for mutants able to ferment pentoses in
the presence of increasing concentrations of D-glucose,
e.g. via evolutionary engineering [55]. Reintroduction of
hexokinase activity should then result in strains able to
consume pentoses even in the presence of higher concen-
trations of D-glucose.
Conclusions
Our results suggest that co-fermentation of pentoses in
the presence of D-glucose can significantly be improved
by the overexpression of pentose transporters, especially
if they are specific for the pentoses and not inhibited by
D-glucose. On the other hand, this could lead to other
limitations further downstream in the co-metabolism of
both kind of sugars.
Methods
Strains and media
Yeast strains and plasmids used in this work are listed
in Table 1.
S. cerevisiae was grown in synthetic complete (SC)
medium (1.7 g/L Difco yeast nitrogen base without
amino acids and 5 g/L ammoniumsulfate), supplemen-
ted with amino acids but omitting the selective plasmid
markers nutrients as described previously [56], contain-
ing various carbon sources.
For serial dilution growth assays, cells growing in expo-
nential phase were collected and resuspended in sterile
water to an OD600 nm of 1. Cells were serially diluted in
10-fold steps, and 5 μl of each dilution was spotted on
agar plates. In aerobic batch cultivations, S. cerevisiae
was grown in SC medium supplemented with maltose,
D-glucose, D-xylose or L-arabinose as carbon sources
a n db u f f e r e da tp H6 . 3w i t h2 0m MK H 2PO4. Plasmids
were amplified in Escherichia coli strain DH5a (Gibco
BRL, Gaithersburg, MD) or strain SURE (Stratagene, La
Jolla, CA). E. coli transformations were performed via
electroporation according to the methods of Dower et al.,
1988 [57]. E. coli was grown on LB (Luria-Bertani) med-
ium with 40 μg/ml ampicillin for plasmid selection.
Construction of hxk-null strains
Strains lacking hexo-/glucokinase genes were constructed
employing the loxP:: kanMX:: loxP/Cre recombinase sys-
tem and the ‘short flanking homology PCR’ technology
[32]. The primers used for the construction of the repla-
cement PCR constructs (obtained from biomers.net) are
listed in Table 2.
Yeast transformations were carried out as described
previously [58,59]. As induction of the D-galactose-indu-
cible, D-glucose-repressible Cre recombinase on plasmid
pSH47 by D-galactose appeared to have deleterious
effects on cells containing several loxP sites, we routinely
used maltose (which has a weaker repressive effect than
D-glucose) to induce/derepress loxP-Cre recombination.
The hexokinase genes were deleted successively in the
following order: HXK1, GLK1, HXK2 and YLR446W
selecting for G418 resistance on yeast extract-peptone
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Page 8 of 12Table 1 S.cerevisiae strains and plasmids used in this study
S. cerevisiae strain
or plasmid
Relevant genotype or phenotype Source or
reference
Strains
CEN.PK2-1 C MATa leu2-3,112 ura3-52 trp1-289 his3-_1 MAL2-8c SUC2 EUROSCARF,
Frankfurt
BWY1 MATa leu2-3,112 ura3-52 trp1-289 his3-_1 MAL2-8c SUC2; unknown beneficial mutations for L-arabinose
utilization
[11]
BWY1-X BWY1 with plasmids YEplac181_opt.Xi, p423pPGK1-XKS Tr This work
BWY1-A BWY1 with plasmids p423H7-synthIso, p424H7-synthKin, p425H7-synthEpi This work
BWY1-XT BWY1 with plasmids YEplac181_opt.Xi, p423pPGK1-XKS Tr, p426_HXT7 This work
BWY1-AT BWY1 with plasmids p423H7-synthIso, p424H7-synthKin, p425H7-synthEpi and pHL125
re This work
TSY10 MATa leu2-3,112 ura3-52 trp1-289 his3-_1 MAL2-8c SUC2 Δhxk1::loxP
Δglk1::loxP Δhxk2::loxP; unknown beneficial mutations for L-arabinose utilization
This work
TSY10-X TSY10 with plasmids YEp181_pHXT7-optXI_Clos and p423pPGK1-XKS Tr This work
TSY10-XT TSY10 with plasmids YEp181_pHXT7-optXI_Clos, p423pPGK1-XKS Tr and p426_HXT7 This work
TSY10-A TSY10 with plasmids p423H7-synthIso, p424H7-synthKin and p425H7-synthEpi This work
TSY10-AT TSY10 with plasmids p423H7-synthIso, p424H7-synthKin, p425H7-synthEpi and pHL125
re This work
TSY11 MATa leu2-3,112 ura3-52 trp1-289 his3-_1 MAL2-8c SUC2 Δhxk1::loxP
Δglk1::loxP Δhxk2::loxP Δylr446w::loxp-kanMX-loxp; unknown beneficial mutations for L-arabinose
utilization
This work
TSY11-XTH TSY11 with plasmids YEp181_pHXT7-optXI_Clos, p423pPGK1-XKS Tr, p426_HXT7 and pRS314pUBR2-
HXK1
This work
Plasmids
p426H7 2 μ-plasmid; URA3 marker gene [10]
YEpkHXT7 DNA-template for amplification of HXT7 [61]
p426_HXT7 2 μ-plasmid; HXT7 under control of shortened HXT7-promoter and CYC1-terminator; URA3 marker gene This work
pHL125
re 2 μ-plasmid; GAL2 under control of ADH1-pomoter, URA3 marker gene [62]
p423H7-synthIso 2 μ-plasmid; codon-optimized araA of B. licheniformis under control of shortened HXT7-promoter and
CYC1-terminator; HIS3 marker gene
[11]
p424H7-synthKin 2 μ-plasmid; codon-optimized araB of E. coli under control of shortened HXT7-promoter and CYC1-
terminator; LEU2 marker gene
[11]
p425H7-synthEpi 2 μ-plasmid; codon-optimized araD of E. coli under control of shortened HXT7-promoter and CYC1-
terminator; TRP1 marker gene
[11]
pUG6 DNA-template for amplification of loxP-kanMX-loxP gene resistance marker [32]
pSH47 Cre-recombinase under control of GAL1 promoter; URA3 marker gene [32]
YEp181_pHXT7-
optXI_Clos
2 μ-plasmid; codon-optimized xylose isomerase gene of C. phytofermentans under control of shortened
HXT7-promoter and CYC1-terminator; LEU2 marker gene
Boles, lab stock
p423pPGK1-XKS Tr 2 μ-plasmid; xylulokinase gene of H. jecorina under control of PGK1-promoter and CYC1-terminator;
HIS3 marker gene
Boles, lab stock
pRS314 Yeast centromere vector; TRP1 marker gene P. Kötter, Frankfurt,
Germany
pRS314pUBR2-HXK1 Yeast centromere vector; HXK1 of S. cerevisiae behind UBR2-promoter and HXK1-terminator; TRP1 maker
gene
This work
Table 2 Primers used for gene deletions
Δhxk1for 5’-ATGGTTCATTTAGGTCCAAAGAAACCACAGGCTAGAAAGGGTTCCATGGCTTCGTACGCTGCAGGTCGAC-3’
Δhxk1rev 5’-TTAAGCGCCAATGATACCAAGAGACTTACCTTCGGCAATTCTTTTTTCGGGCATAGGCCACTAGTGGATCTG-3’
Δglk1for 5’-ATGTCATTCGACGACTTACACAAAGCCACTGAGAGAGCGGTCATCCAGGCTTCGTACGCTGCAGGTCGAC-3’
Δglk1rev 5’-TCATGCTACAAGCGCACACAAGGCGGCACCCACTCCGGAACCATCCTTGGGCATAGGCCACTAGTGGATCTG-3’
Δhxk2for 5’-ATGGTTCATTTAGGTCCAAAAAAACCACAAGCCAGAAAGGGTTCCATGGCTTCGTACGCTGCAGGTCGAC-3’
Δhxk2rev 5’-TTAAGCACCGATGATACCAACGGACTTACCTTCAGCAATTCTTTTTTGGGGCATAGGCCACTAGTGGATCTG-3’
Δylr446wfor 5’-ATGACAATTGAAAGCACTCTAGCTCGGGAATTAGAAAGCTTGATTTTACCTTCGTACGCTGCAGGTCGAC-3’
Δylr446wrev 5’-TTATTGAACTTGGTTGTCTGATTTGTTCAAGTAGGTGGCTATTGCAGCGCCGCATAGGCCACTAGTGGATCTG-3’
Homology to the hexo-/glucokinase genes, bold; homology to kanMX cassette, italic.
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Page 9 of 12medium with 10 g/L maltose or 20 g/L ethanol (after
deletion of GLK1).
Construction of plasmids
The coding region of HXT7 from S. cerevisiae was ampli-
fied by PCR from YEpkHXT7 and cloned into the linear-
ized vector p426H7 (URA3) by recombination cloning,
employing the procedure already used in Wieczorke et al.
(29) and omitting the six histidine codons. The coding
region of HXK1 with 300 bp downstream of the open
reading frame was amplified with primers (HXK1_for_-
UBR2: 5’-TAGCTACTTAACAAGCACGCATGGTT-
CATTTAGGTCCAAAGAAACCACAGGC-3’;H X K 1 _
Term_rev: 5’-GAAAAACCGTCTATCAGGGCGATGGC
CCACTACGTGAACCATCACCAAAGCAATGGAT-
TATGCCATAAG-3’) from genomic DNA of CEN.PK2-1
C with homologous regions to the pRS314 vector at its 3’-
end and to the UBR2-promoter at its 5’-end. For the
UBR2-promoter a fragment of 500 bp upstream of the
UBR2-open reading frame was amplified with primers
(UBR2_Prom_for: 5’- GTGGAATTGTGAGCGGATAA-
CAATTTCACACAGGAAACAGCTATCCCCCGTTTAG
AGGAAGG -3’;U B R 2 _ P r o m _ r e v :5 ’-GCCTGTGGTT
TCTTTGGACCTAAATGAACCATGCGTGCTTGT-
TAAGTAGCTA -3’) from genomic DNA of CEN.PK2-1 C
with homologous regions to the open reading frame of
HXK1 and to the pRS314 vector. Both fragments were
fused by cloning them into the linearized (BamHI, XhoI)
pRS314 vector by recombination cloning. Yeast transfor-
mations of plasmid DNA from yeast cells were carried out
as described above [58,59]. Molecular techniques were
performed according to published procedures [60].
Growth assays
Cultures (50 ml) were grown in 300-ml flasks at 30°C with
constant shaking at 180 rpm. Precultures were grown in
SC medium containing 20 g/L L-arabinose or 20 g/L D-
xylose. Cells were washed with sterile water and inoculated
in SC medium containing various combinations of carbon
sources (L-arabinose, D-xylose, D-glucose, D-maltose, 2-
deoxy-glucose). Dry biomass was determined by filtering
10 ml of the culture through a pre-weighted nitrocellulose
filter (0.45 μm pore size; Roth, Germany). The filters were
washed with demineralized water, dried in a microwave
oven for 20 minutes at 140 W, and weighted again. All
growth assays and sugar consumption analyses were car-
ried out at least in duplicate.
Sugar analyses
The concentrations of sugars were determined by high-
performance liquid chromatography (Dionex BioLC) using
a Nugleogel Sugar 810 H exchange column (Macherey-
Nagel GmbH & Co, Germany). The column was eluted at
the temperature of 65°C with 5 mM H2SO4 as a mobile
phase with a flow rate of 0.6 ml/min. Detection was done
by means of a Shodex RI-101 refractive-index detector.
Chromeleon software (version 6.50) was used for data
evaluation.
Acknowledgements
We would like to thank Alexander Farwick (Goethe-University Frankfurt,
Germany) for providing the plasmids YEp181_pHXT7-optXI_Clos and
p423pPGK1-XKS Tr.
We thank Johannes Wess for his help in constructing the hexo-/glucokinase
deletion strains. We thank Dr. Peter Kötter (Goethe-University Frankfurt,
Germany) for providing the plasmid pRS314. Part of this work has been
supported by the EC 7th Framework program (NEMO project) and Butalco
GmbH, Huenenberg, Switzerland.
Authors’ contributions
TS designed and performed the experiments and wrote the first draft of the
manuscript. EB initiated this work, contributed to experimental design and
edited the final manuscript. All authors read and approved the final
manuscript.
Competing interests
The authors declare competing financial interests. EB is co-founder of the
Swiss biotech company Butalco GmbH.
Received: 21 September 2011 Accepted: 16 March 2012
Published: 16 March 2012
References
1. Kötter P, Ciriacy M: Xylose Fermentation by Saccharomyces cerevisia. Appl
Microbiol Biotechnol 1993, 38:776-783.
2. Watanabe S, Abu Saleh A, Pack SP, Annaluru N, Kodaki T, Makino K: Ethanol
production from xylose by recombinant Saccharomyces cerevisia
expressing protein-engineered NADH-preferring xylose reductase from
Pichia stipiti. Microbiology 2007, 153:3044-3054.
3. Watanabe S, Saleh AA, Pack SP, Annaluru N, Kodaki T, Makino K: Ethanol
production from xylose by recombinant Saccharomyces cerevisia
expressing protein engineered NADP + -dependent xylitol
dehydrogenase. J Biotechnol 2007, 130:316-319.
4. Matsushika A, Sawayama S: Efficient bioethanol production from xylose
by recombinant Saccharomyces cerevisia requires high activity of xylose
reductase and moderate xylulokinase activity. J Biosci Bioeng 2008,
106:306-309.
5. Kuyper M, Harhangi HR, Stave AK, Winkler AA, Jetten MS, de Laat WT, den
Ridder JJ, Op den Camp HJ, van Dijken JP, Pronk JT: High-level functional
expression of a fungal xylose isomerase: the key to efficient ethanolic
fermentation of xylose by Saccharomyces cerevisia? FEMS Yeast Res 2003,
4:69-78.
6. Brat D, Boles E, Wiedemann B: Functional expression of a bacterial xylose
isomerase in Saccharomyces cerevisia. Appl Environ Microbiol 2009,
75:2304-2311.
7. Madhavan A, Tamalampudi S, Ushida K, Kanai D, Katahira S, Srivastava A,
Fukuda H, Bisaria VS, Kondo A: Xylose isomerase from polycentric fungus
Orpinomyce: gene sequencing, cloning, and expression in Saccharomyces
cerevisia for bioconversion of xylose to ethanol. Appl Microbiol Biotechnol
2009, 82:1067-1078.
8. Parachin NS, Gorwa-Grauslund MF: Isolation of xylose isomerases by
sequence- and function-based screening from a soil metagenomic
library. Biotechnol Biofuels 2011, 4:9.
9. Richard P, Putkonen M, Vaananen R, Londesborough J, Penttila M: The
missing link in the fungal L-arabinose catabolic pathway, identification
of the L-xylulose reductase gene. Biochemistry 2002, 41:6432-6437.
10. Becker J, Boles E: A modified Saccharomyces cerevisia strain that
consumes L-Arabinose and produces ethanol. Appl Environ Microbiol 2003,
69:4144-4150.
11. Wiedemann B, Boles E: Codon-optimized bacterial genes improve L-
Arabinose fermentation in recombinant Saccharomyces cerevisia. Appl
Environ Microbiol 2008, 74:2043-2050.
Subtil and Boles Biotechnology for Biofuels 2012, 5:14
http://www.biotechnologyforbiofuels.com/content/5/1/14
Page 10 of 1212. Sedlak M, Ho NW: Characterization of the effectiveness of hexose
transporters for transporting xylose during glucose and xylose co-
fermentation by a recombinant Saccharomyce yeast. Yeast 2004,
21:671-684.
13. Kuyper M, Hartog MM, Toirkens MJ, Almering MJ, Winkler AA, van Dijken JP,
Pronk JT: Metabolic engineering of a xylose-isomerase-expressing
Saccharomyces cerevisia strain for rapid anaerobic xylose fermentation.
FEMS Yeast Res 2005, 5:399-409.
14. Hamacher T, Becker J, Gardonyi M, Hahn-Hagerdal B, Boles E:
Characterization of the xylose-transporting properties of yeast hexose
transporters and their influence on xylose utilization. Microbiology 2002,
148:2783-2788.
15. Runquist D, Hahn-Hagerdal B, Radstrom P: Comparison of heterologous
xylose transporters in recombinant Saccharomyces cerevisia. Biotechnol
Biofuels 2010, 3:5.
16. Saloheimo A, Rauta J, Stasyk OV, Sibirny AA, Penttila M, Ruohonen L: Xylose
transport studies with xylose-utilizing Saccharomyces cerevisia strains
expressing heterologous and homologous permeases. Appl Microbiol
Biotechnol 2007, 74:1041-1052.
17. Hector RE, Qureshi N, Hughes SR, Cotta MA: Expression of a heterologous
xylose transporter in a Saccharomyces cerevisia strain engineered to
utilize xylose improves aerobic xylose consumption. Appl Microbiol
Biotechnol 2008, 80:675-684.
18. Leandro MJ, Goncalves P, Spencer-Martins I: Two glucose/xylose
transporter genes from the yeast Candida intermedi: first molecular
characterization of a yeast xylose-H + symporter. Biochem J 2006,
395:543-549.
19. Katahira S, Ito M, Takema H, Fujita Y, Tanino T, Tanaka T, Fukuda H,
Kondo A: Improvement of ethanol productivity during xylose and
glucose co-fermentation by xylose-assimilating S. cerevisia via expression
of glucose transporter Sut1. Enzyme Microb Technol 2008, 43:115-119.
20. Du J, Li S, Zhao H: Discovery and characterization of novel D-xylose-
specific transporters from Neurospora crass and Pichia stipiti. Mol Biosyst
2010, 6:2150-2156.
21. Subtil T, Boles E: Improving L-arabinose utilization of pentose fermenting
Saccharomyces cerevisia cells by heterologous expression of L-arabinose
transporting sugar transporters. Biotechnol Biofuels 2011, 4:38.
22. Kou SC, Christensen MS, Cirillo VP: Galactose transport in Saccharomyces
cerevisia. II. Characteristics of galactose uptake and exchange in
galactokinaseless cells. J Bacteriol 1970, 103:671-678.
23. Goldenthal MJ, Cohen JD, Marmur J: Isolation and Characterization of a
Maltose Transport Mutant in the Yeast Saccharomyces cerevisia. Curr
Genet 1983, 7:195-199.
24. Chow TH, Sollitti P, Marmur J: Structure of the multigene family of MAL
loci in Saccharomyce. Mol Gen Genet 1989, 217:60-69.
25. Bhosale SH, Rao MB, Deshpande VV: Molecular and industrial aspects of
glucose isomerase. Microbiol Rev 1996, 60:280-300.
26. Jansen ML, De Winde JH, Pronk JT: Hxt-carrier-mediated glucose efflux
upon exposure of Saccharomyces cerevisia to excess maltose. Appl
Environ Microbiol 2002, 68:4259-4265.
27. Smits HP, Smits GJ, Postma PW, Walsh MC, van Dam K: High-affinity
glucose uptake in Saccharomycs cerevisiae is not dependent on the
presence of glucose-phosphorylating enzymes. Yeast 1996, 12:439-447.
28. Clifton D, Walsh RB, Fraenkel DG: Functional studies of yeast glucokinase.
J Bacteriol 1993, 175:3289-3294.
29. Gancedo JM, Clifton D, Fraenkel DG: Yeast hexokinase mutants. J Biol
Chem 1977, 252:4443-4444.
30. Lobo Z, Maitra PK: Physiological role of glucose-phosphorylating
enzymes in Saccharomyces cerevisia. Arch Biochem Biophys 1977,
182:639-645.
31. Herrero P, Galindez J, Ruiz N, Martinez-Campa C, Moreno F: Transcriptional
regulation of the Saccharomyces cerevisia HXK1, HXK2 and GLK1 genes.
Yeast 1995, 11:137-144.
32. Guldener U, Heck S, Fielder T, Beinhauer J, Hegemann JH: A new efficient
gene disruption cassette for repeated use in budding yeast. Nucleic Acids
Res 1996, 24:2519-2524.
33. Holden HM, Rayment I, Thoden JB: Structure and function of enzymes of
the Leloir pathway for galactose metabolism. J Biol Chem 2003,
278:43885-43888.
34. Reifenberger E, Boles E, Ciriacy M: Kinetic characterization of individual
hexose transporters of Saccharomyces cerevisia and their relation to the
triggering mechanisms of glucose repression. Eur J Biochem 1997,
245:324-333.
35. Biely P, Kratky Z, Bauer S: Metabolism of 2-deoxy-D glucose by Baker’s
yeast. IV. Incorporation of 2-deoxy-D-glucose into cell wall mannan.
Biochim Biophys Acta 1972, 255:631-639.
36. Heredia CF, Delafuente G, Sols A: Metabolic Studies with 2-Deoxyhexoses
.2. Mechanisms of Inhibition of Growth + Fermentation in Bakers Yeast.
Biochimica Et Biophysica Acta 1964, 86:216-223.
37. Sanz P, Randez-Gil F, Prieto JA: Molecular characterization of a gene that
confers 2-deoxyglucose resistance in yeast. Yeast 1994, 10:1195-1202.
38. Kuyper M, Toirkens MJ, Diderich JA, Winkler AA, van Dijken JP, Pronk JT:
Evolutionary engineering of mixed-sugar utilization by a xylose-
fermenting Saccharomyces cerevisia strain. FEMS Yeast Res 2005, 5:925-934.
39. Krahulec S, Petschacher B, Wallner M, Longus K, Klimacek M, Nidetzky B:
Fermentation of mixed glucose-xylose substrates by engineered strains
of Saccharomyces cerevisia: role of the coenzyme specificity of xylose
reductase, and effect of glucose on xylose utilization. Microb Cell Fact
2010, 9:16.
40. Madhavan A, Tamalampudi S, Srivastava A, Fukuda H, Bisaria V, Kondo A:
Alcoholic fermentation of xylose and mixed sugars using recombinant
Saccharomyces cerevisia engineered for xylose utilization. Appl Microbiol
Biotechnol 2009, 82:1037-1047.
41. Balakrishnan R, Christie KR, Costanzo MC, Dolinski K, Dwight SS, Engel SR,
Fisk DG, Hirschman JE, Hong EL, Nash R, et al: Fungal BLAST and Model
Organism BLASTP Best Hits: new comparison resources at the
Saccharomyce Genome Database (SGD). Nucleic Acids Res 2005, 33:
D374-D377.
42. Ghaemmaghami S, Huh WK, Bower K, Howson RW, Belle A, Dephoure N,
O’Shea EK, Weissman JS: Global analysis of protein expression in yeast.
Nature 2003, 425:737-741.
43. Karhumaa K, Wu B, Kielland-Brandt MC: Conditions with high intracellular
glucose inhibit sensing through glucose sensor Snf3 in Saccharomyces
cerevisia. J Cell Biochem 2010, 110:920-925.
44. Horak J, Wolf DH: Catabolite inactivation of the galactose transporter in
the yeast Saccharomyces cerevisia: ubiquitination, endocytosis, and
degradation in the vacuole. J Bacteriol 1997, 179:1541-1549.
45. Chiang HL, Schekman R, Hamamoto S: Selective uptake of cytosolic,
peroxisomal, and plasma membrane proteins into the yeast lysosome
for degradation. J Biol Chem 1996, 271:9934-9941.
46. DeJuan C, Lagunas R: Inactivation of the galactose transport system in
Saccharomyces cerevisia. FEBS Lett 1986, 207:258-261.
47. Schulte F, Wieczorke R, Hollenberg CP, Boles E: The HTR1 gene is a
dominant negative mutant allele of MTH1 and blocks Snf3- and Rgt2-
dependent glucose signaling in yeast. J Bacteriol 2000, 182:540-542.
48. Özcan S, Johnston M: Function and regulation of yeast hexose
transporters. Microbiol Mol Biol Rev 1999, 63:554-569.
49. Pitkänen JP, Aristidou A, Salusjarvi L, Ruohonen L, Penttila M: Metabolic flux
analysis of xylose metabolism in recombinant Saccharomyces cerevisia
using continuous culture. Metab Eng 2003, 5:16-31.
50. Bertilsson M, Olofsson K, Liden G: Prefermentation improves xylose
utilization in simultaneous saccharification and co-fermentation of
pretreated spruce. Biotechnol Biofuels 2009, 2:8.
51. Olofsson K, Palmqvist B, Liden G: Improving simultaneous saccharification
and co-fermentation of pretreated wheat straw using both enzyme and
substrate feeding. Biotechnology for Biofuels 2010, 3:17.
52. Khankal R, Chin JW, Cirino PC: Role of xylose transporters in xylitol
production from engineered Escherichia col. J Biotechnol 2008,
134:246-252.
53. Cirino PC, Chin JW, Ingram LO: Engineering Escherichia col for xylitol
production from glucose-xylose mixtures. Biotechnol Bioeng 2006,
95:1167-1176.
54. Ha SJ, Galazka JM, Kim SR, Choi JH, Yang X, Seo JH, Glass NL, Cate JH,
Jin YS: Engineered Saccharomyces cerevisia capable of simultaneous
cellobiose and xylose fermentation. Proc Natl Acad Sci USA 2011,
108:504-509.
55. Sauer U: Evolutionary engineering of industrially important microbial
phenotypes. Adv Biochem Eng Biotechnol 2001, 73:129-169.
56. Zimmermann FK: Procedures used in the induction of mitotic
recombination and mutation in the yeast Saccharomyces cerevisia. Mutat
Res 1975, 31:71-86.
Subtil and Boles Biotechnology for Biofuels 2012, 5:14
http://www.biotechnologyforbiofuels.com/content/5/1/14
Page 11 of 1257. Dower WJ, Miller JF, Ragsdale CW: High efficiency transformation of E. col
by high voltage electroporation. Nucleic Acids Res 1988, 16:6127-6145.
58. Gietz RD, Woods RA: Transformation of yeast by lithium acetate/single-
stranded carrier DNA/polyethylene glycol method. Methods Enzymol
2002, 350:87-96.
59. Gietz RD, Schiestl RH: Frozen competent yeast cells that can be
transformed with high efficiency using the LiAc/SS carrier DNA/PEG
method. Nat Protoc 2007, 2:1-4.
60. Sambrook J, Russell DW: Molecular cloning. A laboratory manua. New
York: Cold Spring Harbor; 2001.
61. Krampe S, Stamm O, Hollenberg CP, Boles E: Catabolite inactivation of the
high-affinity hexose transporters Hxt6 and Hxt7 of Saccharomyces
cerevisia occurs in the vacuole after internalization by endocytosis. FEBS
Lett 1998, 441:343-347.
62. Liang H, Gaber RF: A novel signal transduction pathway in
Saccharomyces cerevisia defined by Snf3-regulated expression of HXT.
Mol Biol Cell 1996, 7:1953-1966.
doi:10.1186/1754-6834-5-14
Cite this article as: Subtil and Boles: Competition between pentoses and
glucose during uptake and catabolism in recombinant Saccharomyces
cerevisiae. Biotechnology for Biofuels 2012 5:14.
Submit your next manuscript to BioMed Central
and take full advantage of: 
• Convenient online submission
• Thorough peer review
• No space constraints or color ﬁgure charges
• Immediate publication on acceptance
• Inclusion in PubMed, CAS, Scopus and Google Scholar
• Research which is freely available for redistribution
Submit your manuscript at 
www.biomedcentral.com/submit
Subtil and Boles Biotechnology for Biofuels 2012, 5:14
http://www.biotechnologyforbiofuels.com/content/5/1/14
Page 12 of 12